grouped into four species, HEV-A, HEV-B, HEV-C and HEV-D, by molecular characteristics. 49
These species comprise altogether 62 antigenically distinct serotypes and at least 30 additional 50 recently described genetically distinguishable types (18, http://www.picornaviridae.com/enterovirus 51 /enterovirus.htm). The identification of HEV types is essential in studies associating the HEV types 52 with certain diseases and it traditionally includes isolation of the virus in susceptible cell lines 53 followed by neutralization either with type-specific antisera or with intersecting pools of antisera. 54
The neutralization assay itself is laborious and time-consuming and may be further complicated by 55 the aggregation of virus particles or by the existence of virus mixtures. Besides, the identification by 56 neutralization is limited to only those serotypes against which potent monotypic antisera are 57 available, whilst some of the currently circulating HEV strains with significant antigenic drifting 58 and, especially, the new HEV types remain unidentified. 59 60 During the last decade a variety of molecular based methods have been developed for the 61 identification of HEV types (e.g. 1,3,4,6,9,12). The sequencing of the (partial) VP1 capsid protein 62 coding region, which is based on the existence of the most prominent serotype-specific 63 immunogenic epitopes in VP1 leading to an absolute correlation between the VP1 sequence and the 64 serotype (11), has been chosen for HEV identification in many laboratories (7, 10, 13, 14) . 65
Alternatively molecular typing may include sequencing of coding regions for other capsid proteins 66 (6,9), whereas typing by sequencing the non-translating genomic segments or regions coding for the 67 non-structural proteins is not widely used because of the discordant phylogeny due to the frequent 68 intraspecies recombination in these regions (15). The lack of these types in the HEV isolate collection may be due to their poor propagation in cell 119 lines used or their infrequent circulation in the catchment population. The isolates of the genetically 120 characterized "newer" types EV-73 to EV-102 are shown in Table 2 . Some isolates had less than 121 70% partial VP1 nucleotide identity to any sequence in the GenBank and were regarded as 122 untypable and supposed to represent new enterovirus types. The complete VP1 sequences of three 123 new HEV candidates were sent to the Picornavirus Study Group, assigned a candidate prototype 124 number (EV-94, EV-96 and EV-97) and subsequently characterized further (16, 17) . 
